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Table 1

FOM £ 873 & B IhaE TR 47

Functional annotation and categories of classically secreted proteins in FOM

Number of

oy T UIae

Molecular function .
secreted proteins

A2 D) Be

Biological process

g1 WA R
Number of

secreted proteins

JK i B Hydrolase activity 134
SR Tt I -
Oxidoreductase activity

BTG ME Kinase activity 36
ATP 454 ATP binding 28
iR 454 Nucleic acid binding 23
LG TE Lyase activity 12
LG Catalytic activity 46
HoAth Others 44
B3t Total 465

i1 Carbohydrate metabolic process 105

i A A S AR 17

Hydrogen peroxide catabolic process

¥4 B Biosynthetic process 24

537 b . Transport process 28

20 i BE K 43 F AR 12

Cell wall macromolecule catabolic process

HAlh Others 46
232

TE 2 M5 W3R 1 IO T RE T RE 5 23 254893k ) UniProt B4 2
protein was from UniProt database.

1b4E WIS B (carbohydrate esterases, CE) \#k /K AL&
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®2 FOMZH5WER CAZymes WER S 517

Table 2 Annotation and analysis of the CAZymes

of classically secreted proteins in FOM

CAZymes Z & CAZymes W5 G CAZymes $ i

CAZymes Number of CAZymes Number of

families subfamilies CAZymes
GH 36 93
GT 14 76
PL 2 2
CE 6 23
CBM 14 27
AA 6 56
K1t Total 78 277

B AR CAZymes FEREK H CAZy $di1E .

tional annotation of each protein was from CAZy data-
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base.
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Genome-scale prediction and analysis of secreted

proteins of Fusarium oxysporum f. sp. melonis
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1.College of Materials and Energy ,South China Agricultural University .Guangzhou 510642 ,China ;
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Abstract Genome-scale prediction of FOM (Fusarium oxysporum f.sp.melonis) secretome was
firstly performed by combining different bioinformatic softwares,including SignalP, TMHMM , WOLFP-
RT,TargetP, big-PI Fungal Predictor, and SecretomeP in this study. Of the 26 811 FOM protein se-
quences,1 145 sequences (4.3%) were predicted to be classically secreted proteins and 8 471 sequences
(31.6%) might be secreted in a non-classical manner. The 1 145 secreted proteins were characterized with
100 to 600 amino acids,and the length of the signal peptides was concentrated between 17 to 22 amino
acids.Of the 1 145 classically secreted proteins,a total of 605 proteins were functionally annotated to be
involved in carbohydrate metabolic process, transport process, hydrogen peroxide catabolic process and
biosynthetic process.Among the 1 145 classically secreted proteins,277 proteins (24.2%) were predicted
to be CAZymes.

Keywords Fusarium oxysporum f.sp.melonis; secreted protein; signal peptide; carbohydrate-ac-

tive enzyme; protein function prediction
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